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rom 2001 to 2008, with the special emphasis on differences
n outpatient consumption of macrolides in City of Zagreb
nd total consumption in Republic of Croatia.
Methods: Zagreb Institute of Public Health in collabo-
ation with Croatian Drug Agency collected and analyzed
ata on outpatient consumption of drugs by use of stan-
ardized methods of drug monitoring. Data on the number
nd size of packages were obtained from all pharmacies in
roatia, and based on these data the number of deﬁned
aily doses (DDD) and DDD per 1000 inhabitants per day
DDD/1000/day) were calculated. In the eight year study
eriod upper respiratory isolates of S. pneumoniae were
ollected and antibiotics susceptibility was tested during
ctober, November and December by use of standardized
ethods.
Results: The City of Zagreb led in drug consumption
n Croatia according to counties, followed by Sibenik-Knin
ounty and Dubrovnik-Neretva County. Outpatient utiliza-
ion of macrolides was high in the City of Zagreb and varied
rom 4.67 in 2001 to 3.98 DDD/1000/day in 2008, while in
he rest of Croatia varied from 2.12 to 2.92 DDD/1000/day.
he observed macrolide resistance in S. pneumoniae signif-
cantly raised in 2005 in the City of Zagreb from 22% to 39%,
nd in 2008 recorded macrolide resistance in Zagreb was
8%.
The signiﬁcant increase in macrolide resistance in the
est of Croatia was observed in 2007 and 2008, from 25% in
005 to 34% in 2007 and 40% in 2008, two years after the
etection of increase of macrolide resistance in the City of
agreb.
Conclusion: Further study is needed to clear whether the
lonal spreading of resistant strains from Zagreb to other
arts of Croatia is responsible for increasing macrolide resis-
ance in Croatia, or genetically unrelated strains caused
he high macrolide resistance due to increased macrolide
onsumption at national level.
oi:10.1016/j.ijid.2010.02.384
4.005
lood culture isolates in a tertiary care hospital of Eastern
epal: Trends in antimicrobial resistance
. Khanal ∗, S. Shrestha, N. Gyawali
BP Koirala Institute of Health Sciences, Dharan, Nepal
Background: Bloodstream infections remain the major
ause of morbidity and mortality. Knowledge of pattern of
ntimicrobial agents among local isolates and its changes
ver time plays a major role for selecting appropriate and
ffective therapy. Present study was undertaken to deter-
ine the type and frequency of bacterial isolates obtained
rom blood culture and their antimicrobial resistant pattern
n BP Koirala Institute of Health Sciences (BPKIHS), a tertiary
are hospital in eastern Nepal.
Methods: Blood culture specimens submitted to Depart-
ent of Microbiology, BPKIHS over a duration of 5 years
ere evaluated. Isolation, identiﬁcation and determination
f antimicrobial susceptibility were performed by standard
icrobiological techniques.
Results: Out of total 39542 blood culture samples, 4889
12.36%) yielded the growth. Range of culture positivity
S
a
cternational Congress on Infectious Diseases (ICID) Abstracts
as 9.53—15.07%. Majority of isolates was obtained from
eonates. Except in 1st year, Gram Positive cocci(GPC)
ere isolated more frequently than Gram Negative Bacilli
GNB). Staphylococcus aureus was the predominant organ-
sm among GPC throughout the study period. Enterococci
eplaced Coagulase negative staphylococci as 2nd most com-
on GPC in last 3 years. Acinetobacter spp accounted for
he most common GNB for last 3 years (32-38%). Isola-
ion of Salmonella Typhi decreased from 11.37 to 0.86%
nd that of Salmonella Paratyphi A from 7.33 to 0.64%
ver the time period. Multidrug resistant decreased among
almonellae,however reduced susceptibility to ciproﬂoxacin
as emerged.Among S.aureus, around 26% were found to
e Methicillin resistant. Vancomycin resistance was not
bserved in disc diffusion testing. Above 50% of Enterococci
xhibited resistance to aminoglycosides. Most GNB were
ighly resistant to commonly used antimicrobial agents. For
seudomonas, resistance to Carbenicillin and Piperacillin
ad increased and reached upto 100%.
Conclusion: Both gram positive and gram negative bacte-
ia were responsible for bloodstream infections. Increased
requency of resistance observed in blood culture isolates
owards commonly used antimicrobials in has emerged
s serious matter of concern. Continuous surveillance
ntimicrobial resistance among local isolates is of utmost
mportance for monitoring and early detection of resistance.
oi:10.1016/j.ijid.2010.02.385
4.006
ulticenter evaluation of tigecycline activity in Latin
merica: Report from the SENTRY antimicrobial surveil-
ance program (2009)
.J. Farrell ∗, H. Sader, S.D. Putnam, R.N. jones
JMI Laboratories, North Liberty, IA, USA
Background: Tigecycline, the ﬁrst glycylcycline, presents
therapy option for emerging multidrug-resistant (MDR)
ram-positive (GP) and -negative (GN) pathogens in com-
licated intra-abdominal, skin structure, and respiratory
nfections. Latin American countries have high and increas-
ng prevalence of MDR isolates of Enterobacteriaceae
ESBLs), Acinetobacter spp. (carbapenem-resistant) and
ram-positive cocci (MRSA, VRE). The aim of this study was
o assess the activity of tigecycline and comparator antimi-
robials against recent (2009) isolates from Latin America.
Methods: Ten sites forwarded 2,672 strains to a cen-
ral laboratory (JMI Laboratories, North Liberty, IA, USA).
nfection types (n) were: bloodstream (1139), community
espiratory (59), hospitalized pneumonia (424), skin and
kin structure (514), GP miscellaneous (536). Country (n
ites; n isolates) were: Argentina (2; 641), Brazil (4; 977),
hile (2; 557), and Mexico (2; 497) Susceptibility testing
gainst a large panel of antimicrobials was performed by
LSI methods (M7-A8, 2009). Identiﬁcations were conﬁrmed
nd interpretive/screening criteria were also by CLSI guide-
ines (M100-S19, 2009), except for tigecycline where United
tates - Food and Drug Administration breakpoints were
pplied.
Results: Tigecycline was active against 96-100% of indi-
ated/tabulated species (see Table). Tigecycline MIC90
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values were not inﬂuenced by oxacillin or vancomycin
susceptibility patterns for S. aureus and enterococci,
respectively (0.25mg/L for total S. aureus and entero-
cocci, MSSA, MRSA, VRS, and VRE). Resistance patterns
noted were: tetracycline (see Table), ESBL- and ﬂuoro-
quinolone resistance in Enterobacteriaceae (28.8, 33.7%,
respectively), VRE (9.9%), MRSA (47.7%) and Acinetobacter
spp. carbapenem (imipenem)-resistant (76.1%).
Conclusion: MDR rates across all GP and GN species have
increased in Latin America. However, tigecycline remained
very active against these MDR strains. Tigecycline exhibited
promising spectrum/potency exceeding currently available
agents against sampled isolates from Latin America.
doi:10.1016/j.ijid.2010.02.386
74.007
Genetic diversity of enterococci harboring high-level gen-
tamicin resistance genes aac(6′)-Ieaph(2′′)-Ia or aph(2′′)-
Ie in a Japanese hospital
N. Kobayashi1,∗, S. Watanabe1, S. Nagashima1, D.
Quinones2, N. Urushibara1
1 Sapporo Medical University School of Medicine, Sapporo,
Hokkaido, Japan
2 Tropical Medicine Institute ‘‘Pedro Kouri’’, Ciudad de La
Habana, Cuba
Background: Enterococci are important human pathogens
implicated in various nosocomial infections. In Japan,
prevalence of high-level gentamicin resistance (HLGR) is
recognized as a potential concern for enterococcal infec-
tions, although vancomicin resistance is rarely found. In the
present study, prevalence of two aminoglycoside-modifying
enzyme (AME) genes aac(6′)-Ie-aph(2′′)-Ia and aph(2′′)-Ie
which confer HLGR to enterococci and clonal diversity of
the enterococcal isolates with these resistance genes were
analyzed.
Methods: A total of 1128 clinical isolates of enterococci
obtained in a Japanese hospital during a period between
1997 and 2007 were analyzed for presence of aac(6′)-Ie-
aph(2′′)-Ia and aph(2′′)-Ie by PCR. IS256-ﬂanking patterns,
sequence diversity of these genes were analyzed by PCR
and direct sequencing. Enterococcus faecalis and Entero-
coccus faecium stains with the HLGR genes were typed by
multi-locus sequence typing (MLST).
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Results: The aac(6′)-Ie-aph(2′′)-Ia was detected in 40.1%,
2.9%, and 3.6% of E. faecalis, E. faecium and other ente-
ococcal species, respectively, and aph(2′′)-Ie was detected
n 3.3% of E. faecium isolates. Two IS256-ﬂanking patterns,
runcated forms of Tn5281 lacking IS256 at only 5′-end
nd both 5′ and 3′ ends of aac(6′)-Ie-aph(2′′)-Ia were the
ost prevalent. Among 14 E. faecalis and 10 E. faecium
trains harboring aac(6′)-Ie-aph(2′′)-Ia, eight and six dif-
erent sequence types (STs) were identiﬁed by MLST,
espectively. STs of most of the E. faecium strains belonged
o the clonal complex CC17 which is known as globally
merging lineage of vancomycin- or ampicillin-resistant E.
aecium clones. In contrast, E. faecium strains with aph(2′′)-
e were classiﬁed into newly assigned STs (ST426 or its single
ocus variant ST427).
Conclusion: HLGR gene aac(6′)-Ie-aph(2′′)-Ia was dis-
ributed to E. faecalis with various genetic lineages and E.
aecium with lineages in CC17 mostly. The aph(2′′)-Ie was
arried by E. faecium from a few limited lineages.
oi:10.1016/j.ijid.2010.02.387
4.008
he expansion of ST80-SCCmec-IV clone of community-
cquired methicillin resistant Staphylococcus aureus in
uwait hospitals
. Udo ∗, E. Sarkhoo
Kuwait University, Health Science Center, Safat, Kuwait
Background: Community- acquired methicillin resistant
. aureus (CA-MRSA) that infects patients with no tradi-
ional risk factors for the acquisition of MRSA infections is
ncreasing in many parts of the world. In this study, CA-
RSA obtained from patients in eight Kuwait hospitals were
haracterized for their antibiotic resistance and typed using
ulsed-ﬁeld gel electrophoresis (PFGE), SCCmec and multi-
ocus sequence typing (MLST) to ascertain their relatedness.
Methods: In total 135 CA-MRSA isolates were obtained
rom eight hospitals in Kuwait between 1 January 2005 and
1 December 2006. Antibiotic susceptibility testing was per-
ormed by the disk diffusion method. MIC was determined
sing Etest strips. PFGE was performed utilizing SmaI diges-
ion of genomic DNA followed by fragment separation in
